Adherent-invasive Escherichia coli strains are increasingly being associated with intestinal pathologies. Here we present the genome sequence of E. coli HM605, a strain isolated from colonic biopsy specimens of a patient with Crohn's disease.
Crohn's disease is a disorder of the bowel resulting from chronic inflammation. Several lines of investigation have associated microorganisms with stimulating the inflammation associated with Crohn's disease. Adherent invasive Escherichia coli (AIEC) has been demonstrated to colonize the intestinal mucosa of patients suffering with Crohn's disease (2) . AIEC differs from commensal E. coli in that it invades and replicates extensively within epithelial and macrophage cells (1) . Furthermore, it differs from the classical intestinal pathovars of E. coli since it is not associated with diarrhea (3) (4) (5) 11) . Escherichia coli HM605 is a strain of adherent-invasive Escherichia coli. E. coli HM605 was isolated from a colonic biopsy specimen taken from a patient with Crohns' disease (6). Whole-genome shotgun sequencing of E. coli HM605 was performed on a 454 GS-FLX apparatus by a combination of single-ended runs (179,737 reads of average length 369 bp after trimming) and mate pair runs (244,535 reads of average length 166 bp after trimming, including 88,191 mate pairs). The reads were assembled and scaffolded using Newbler version 2.5, leading to a final assembly of 105 contigs of Ͼ2,000 bp, in 11 scaffolds. The total size of the assembly was 5,171,987 bp, with an average of 20ϫ coverage, a mean contig size of 49,257 bp, and an average GϩC content of 51.8%.
The deduced size of the E. coli HM605 chromosome (4.99 Mb) is similar to those of other E. coli strains. E. coli HM605 also harbors 2 large plasmids of 135 kb, similar to the plasmid pS88 from neonatal meningitis E. coli strain S88 (10), and of 92 kb, similar to the IncB plasmid pR3521 (9). Phylogenetic analyses place E. coli HM605 in the B2 group of E. coli, although E. coli HM605 is more divergent than the two AIEC strains sequenced to date, viz. E. coli LF82 (7) and E. coli NRG857c (8) , which are of the same serotype (O83:H1) and have highly similar genomes. The E. coli HM605 chromosomal scaffold is conserved with other E. coli. Comparisons suggest that there are few AIEC-specific regions and that the regions identified as characteristic of the pathovar, in a comparison of E. coli LF82 and E. coli NRG857c, simply reflect the close relationship of the two AIEC O83:H1 strains. The genome sequence of E. coli HM605, in conjunction with those of E. coli strains LF82 and NRG857c, will facilitate the study and understanding of the molecular basis for the AIEC interaction with the gut mucosa during Crohn's disease.
Nucleotide sequence accession numbers. The assembly was deposited at the WGS division of DDBJ/EMBL/GenBank under accession numbers CADZ01000001 to CADZ01000154. 
